Figure S2. Interactions of the Wild-Type and Mutant E1p Enzymes with the E2p Recognition Domain
The E1p active-site mutants (H128Nβ, H128Qβ, I206Aα, and Q81Eα) were evaluated for their abilities to bind to E2p using electrophoretic mobilities in native gels in the presence and absence of the E2 lipoyl-PSBD di-domain. For all mutants, a band-shift was apparent, showing that the mutant E1p can bind the E2p di-domain, and implying that they are capable of assembling within the PDH multienzyme complex. These results are consistent with an earlier study that showed that active site mutations H128Aβ and H271Aα had no effect on binding of the E2p PSBD in G. stereothermophilus E1p (Fries et al., 2003) . Interactions were evaluated by mobility shifts using 8% polyacrylamide Tris-glycine buffered gels under native conditions. The di-domain of the PSBD and lipoyl domain was used for these experiments. 
